Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.034; wR factor = 0.095; data-to-parameter ratio = 14.9.
In the title compound, C 32 H 21 ClN 2 O, an almost planar (r.m.s. deviation = 0.033 Å ) prop-2-en-1-one bridge links quinolinyl and benzoquinolinyl residues; the latter are twisted out of the plane of the bridge [dihedral angles = 75.94 (5) and 20.20 (5) , respectively]. In the crystal, a three-dimensional architecture arises as a result of C-HÁ Á ÁO, C-HÁ Á Á and -[centroidcentroid distances involving pyridine rings = 3.5806 (7)-3.7537 (7) Å ] interactions. Refinement R[F 2 > 2(F 2 )] = 0.034 wR(F 2 ) = 0.095 S = 1.04 4849 reflections 326 parameters H-atom parameters constrained Á max = 0.24 e Å À3 Á min = À0.31 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
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Cg1 is the centroid of the N1-pyridyl ring. Data collection: CrysAlis PRO (Agilent, 2013); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010). RP gratefully acknowledges the Council of Scientific and Industrial Research (CSIR), India, for a Senior Research Fellowship (09/919/(0014)/2012 EMR-I). We also thank the Ministry of Higher Education (Malaysia) for funding structural studies through the High-Impact Research scheme (UM.C/HIR-MOHE/SC/03).
Comment
In connection with the biological potential of quinolinyl derivatives (Jörg et al. 2007; Prasath et al. 2013a) , the title compound (I) was prepared and subjected to a crystallographic study.
The molecular structure of (I) ( Fig. 1 ), sees two somewhat splayed [dihedral angle = 61.60 (3)°] quinolinyl and benzoquinolinyl residues connected by the ends of a planar (r.m.s. deviation = 0.033 Å) prop-2-en-1-one bridge. The quinolinyl, especially, and benzoquinolinyl residues are twisted out of the plane of the prop-2-en-1-one bridge forming dihedral angles of 75.94 (5) and 20.20 (5)°, respectively. The phenyl ring is inclined with respect to the quinolinyl residue to which it is attached, forming a dihedral angle of 73.76 (5)°. Finally, the conformation about the ethylene bond
A similar conformation was reported recently for a related structure having two quinolinyl residues bridged by a prop-2en-1-one residue, namely (2E)-3-(2-chloro-8-methylquinolin-3-yl)-1-(5,7-dimethylquinolin-6-yl)prop-2-en-1-one (Prasath et al., 2013b) where the dihedral angle between the quinolinyl residues was 83.72 (4)°.
In the crystal packing methyl-C-H···O (carbonyl) interactions (Table 1) , link molecules into centrosymmetric dimers which are connected into a three dimensional architecture by phenyl-C-H···π(N1-pyridyl) ( Table 1) , and π-π interactions [inter-centroid distances: Cg(N1-pyridyl)···Cg(C1-C6) i = 3.7537 (7) Å, Cg(N2-pyridyl)···Cg(C22-C23,C28-C31) ii,iii = 3.5806 (7) and 3.7286 (7) Å for i -x, 1 -y, 2 -z, ii 1 -x, -y, 1 -z, iii -x, -y, 1 -z] (Fig. 2 ).
Experimental
A mixture of 3-acetyl-2-methyl-4-phenylquinoline (260 mg, 0.001 M) and 2-chlorobenzoquinoline-3-carbaldehyde (240 mg, 0.001 M) in methanol (20 ml) containing potassium hydroxide (0.2 g) was stirred at room temperature for 12 h. After this, the reaction mixture was neutralized with dilute acetic acid and the resultant solid was filtered, dried and purified by column chromatography using an ethyl acetate -hexane (4:1) mixture to afford the title compound, (I). Re-crystallization was by slow evaporation of an acetone solution of (I), which yielded colourless blocks in 80% yield; M.pt: 460-462 K.
Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H = 0.95-0.98 Å, U iso (H) = 1.2-1.5U eq (C)] and were included in the refinement in the riding model approximation.
Computing details
Data collection: CrysAlis PRO (Agilent, 2013); cell refinement: CrysAlis PRO (Agilent, 2013); data reduction: CrysAlis PRO (Agilent, 2013); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and DIAMOND supplementary materials sup-2 Acta Cryst. (2013). E69, o1393 (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010).
Figure 1
The molecular structure of (I) showing the atom-labelling scheme and displacement ellipsoids at the 70% probability level.
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Figure 2
View in projection down the a axis of the unit-cell contents of (I). The C-H···O, C-H···π and π-π interactions are shown as orange, purple and blue dashed lines, respectively. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
(2E)-3-(2-Chlorobenzo[h]quinolin-3-yl)-1-(2-methyl-4-phenylquinolin-3-yl)prop-2-en-1-one
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0288 (7) −0.0013 (6) −0.0074 (6) 0.0041 (5) C11 0.0222 (6) 0.0186 (6) 0.0209 (6) −0.0011 (5) −0.0019 (5) −0.0019 (5) C12 0.0224 (6) 0.0242 (6) 0.0237 (6) −0.0028 (5) −0.0021 (5) 0.0025 (5) C13 0.0299 (7) 0.0252 (6) 0.0215 (6) −0.0033 (5) −0.0048 (5) 0.0017 (5) C14 0.0275 (7) 0.0239 (6) 0.0281 (7) 0.0002 (5) −0.0097 (5) −0.0058 (5) C15 0.0211 (6) 0.0328 (7) 0.0296 (7) −0.0053 (5) −0.0012 (5) −0.0099 (6) C16 0.0240 (7) 0.0290 (7) 0.0211 (6) −0.0045 (5) 0.0003 (5) −0.0047 (5) C17 0.0239 (6) 0.0205 (6) 0.0200 (6) −0.0029 (5) −0.0009 (5) 0.0014 (5) C18 0.0217 (6) 0.0216 (6) 0.0212 (6) −0.0039 (5) −0.0039 (5) −0.0010 (5) C19 0.0204 (6) 0.0198 (6) 0.0199 (6) −0.0023 (5) −0.0051 (5) −0.0003 (5) C20 0.0152 (6) 0.0227 (6) 0.0200 (6) −0.0024 (4) −0.0032 (4) −0.0021 (5) C21 0.0165 (6) 0.0192 (6) 0.0212 (6) −0.0031 (4) −0.0041 (4) −0.0012 (5) C22 0.0141 (5) 0.0215 (6) 0.0214 (6) −0.0013 (4) −0.0039 (4) −0.0027 (5) C23 0.0153 (6) 0.0240 (6) 0.0250 (6) 0.0002 (5) −0.0049 (5) −0.0059 (5) C24 0.0230 (6) 0.0274 (6) 0.0238 (6) −0.0003 (5) −0.0046 (5) −0.0055 (5) C25 0.0259 (7) 0.0367 (8) 0.0244 (7) −0.0003 (6) −0.0047 (5) −0.0073 (6) C26 0.0239 (7) 0.0413 (8) 0.0276 (7) 0.0011 (6) −0.0055 (5) −0.0157 (6) C27 0.0214 (6) 0.0316 (7) 0.0350 (7) 0.0007 (5) −0.0081 (5) −0.0150 (6) C28 0.0153 (6) 0.0261 (6) 0.0293 (7) 0.0001 (5) −0.0053 (5) −0.0086 (5) C29 0.0201 (6) 0.0218 (6) 0.0363 (7) −0.0024 (5) −0.0054 (5) −0.0073 (5) C30 0.0205 (6) 0.0210 (6) 0.0304 (7) −0.0037 (5) −0.0025 (5) −0.0023 (5) C14-C15-C16-C11 1.3 (2) C21-C20-C32-C31 −0.87 (18) C7-C8-C17-O1 −105.83 (15) C19-C20-C32-C31 178.43 (11) C9-C8-C17-O1 69.59 (17) C22-C31-C32-C20 0.50 (18) C7-C8-C17-C18 75.23 (16) C30-C31-C32-C20 −179.85 (12) Hydrogen-bond geometry (Å, º) Cg1 is the centroid of the N1-pyridyl ring. 
